Demonstrating the association between the presence of oval cells and the progression of liver diseases could provide an useful marker for understanding the correlation between the presence of oval cells and progression of disease and creation of future treatment. Objectives: A study was conducted to evaluate the molecular characterization of extended-spectrum β-lactamases (ESBLs) and plasmid-mediated AmpC enzymes in Enterobacteriaceae in Beijing, China. Methods: Production of ESBLs and plasmid-mediated AmpC among 240 non-duplicate Enterobacteriaceae isolates was screened by the phenotypic methods and the molecular methods. The epidemiological relationship of the isolates was studied by random amplified polymorphic DNA (RAPD) analysis. Results: CTX-M type ESBLs were the most prevalent ESBLs. Three E. coli isolates simultaneously harbored bla CTX-M-3 and bla CTX-M-9 genes. SHV-12 was the most prevalent SHV-type ESBL. SHV-2a, SHV-2 and SHV-5 ESBLs, and SHV-27 and SHV-44 non-ESBLs were detected. Two Klebsiella pneumoniae isolates expressed a novel ESBL, SHV-43a, which had one substitution (Leu35Gln) compared with SHV-43. DHA-1 was the most prevalent plasmid-mediated AmpC enzyme, found mainly in K. pneumoniae (n=11). We also identified the plasmid-mediated CMY-2 enzyme in two E. coli isolates. RAPD analysis revealed that 53 CTX-M-13-and 7 CTX-M-3-producing E. cloacae isolates recovered from a single hospital exhibited a high similarity of RAPD patterns, indicating clonerelated spread.
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Objective: to determine resistance of Ps. aeruginosa, A. baumannii and K. pneumonniae as prevalent nosocomial agents to commonly used antibiotics including imipenem, meropenem and ertapenem. Methods: Identification of microorganisms and susceptibility test was performed with the Vitek 2 (BioMerieux ® , France) and the susceptibility disc diffusion method according to CLSI directions. For Klebsiella spp. extended-spectrum Beta-lactamases (ESBLs) production was confirmed by double-disc test. To screen for metallo-b-lactamase production (MBL), a synergy test using an imipenem and EDTA-containing discs was employed. Quality control was ensured by keeping weekly records of disk diffusion Ps. aeruginosa (ATCC 27853 genes. SHV-12 was the most prevalent SHV-type ESBL. SHV-2a, SHV-2 and SHV-5 ESBLs, and SHV-27 and SHV-44 non-ESBLs were detected. Two Klebsiella pneumoniae isolates expressed a novel ESBL, SHV-43a, which had one substitution (Leu35Gln) compared with SHV-43. DHA-1 was the most prevalent plasmid-mediated AmpC enzyme, found mainly in K. pneumoniae (n=11). We also identified the plasmid-mediated CMY-2 enzyme in two E. coli isolates. RAPD analysis revealed that 53 CTX-M-13-and 7 CTX-M-3-producing E. cloacae isolates recovered from a single hospital exhibited a high similarity of RAPD patterns, indicating clonerelated spread.
Conclusions: This survey indicates the high frequencies of CTX-M-9/3 ESBLs and plasmid-mediated DHA-1 in China, reports the first emergence of DHA-1-producing E. cloacae and interhospital epidemic CTX-M-13/3-producing E. cloacae. 
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Background:
The increasing emergence of multiple-drug-resistant (MDR), extensively drug-resistant (XDR), and RIF-depended MDR-TB, emphasizes the need to investigate the mechanism of drug resistance further. M. tuberculosis L-form is insensitive to multiple drugs, and is often ignored in the clinic. In this study, L-form and RIF-dependent M. tuberculosis were investigated in clinical specimens at Lanzhou Pulmonary Hospital, and their characteristics were analyzed preliminarily. Aim: was to characterize the carriage of bacterial respiratory tract pathogens in children with latent tuberculosis and to compare these isolates with isolates gained from healthy carriers. Methods: The isolates of H. influenzae (n=32), S. pneumoniae (n=25), etc (n=23) were isolated from lab material of 80 patients by the quantitative sputum culture method (greater than or equal to 10 7 /ml) in Far Eastern Pediatrics National Tuberculosis Center (control group (11 strains of H. influenzae and 17 strains of S. pneumoniae) was isolated from 40 healthy carrier children). Antimicrobial resistance was checked by disk-diffusion method and MIC. Multilocus sequence typing (MLST) was performed with five loci such as adk, fucK, mdh, pgi, recA. Results: H. influenzae was the most frequent microorganism in nasopharyngeal tract in children with latent tuberculosis (40%). These strains were resistant to rifampicin 22,5%, penicillin 40%, erythromycin 82,5%, co-trimoxazole 59,37%. The antimicrobial resistance pattern in healthy children was characterized as having less resistance to penicillin (1 strain), and there were no resistant strains to rifampicine. S. pneumoniae isolated in children with tuberculosis was resistant to rifampicin in 2 cases from 25 strains (8%), and in 36% to macrolides. MLST showed that there were 6 clonal complexes in H. influenzae isolates. Conclusions: Our study confirmed the significance of study of bacterial respiratory tract carriage and need to be continued for to development preventive regimens for such group as children with low immunity.
